Phylogenies, the comparative method and parasite evolutionary ecology.
A growing number of comparative analyses in the field of parasite evolution and ecology have used phylogenetically based comparative methods. However, the comparative approach has not been used much by parasitologists. We present the rationale for the use of phylogenetic information in comparative studies, and we illustrate the use of several phylogenetically based comparative methods with case studies in parasite evolutionary ecology. The independent contrasts method is the most popular one, but presents some problems for studying co-adaptation between host and parasite life traits. The eigenvector method has been recently proposed as a new method to estimate and correct for phylogenetic inertia. We illustrate this method with an investigation of patterns of helminth parasite species richness across mammalian host species. This method seems to perform well in situations where host and parasite phylogenies are not perfectly congruent, but one might still want to correct for the effects of both. Finally, we present a method recently proposed for variation partitioning in a phylogenetic context, i.e. the phylogenetically structured environmental variation.